Avian influenza is an infectious disease of birds caused by type-A strains of the influenza virus. The unprecedented spread of the highly pathogenic avian influenza type A is a threat to veterinary and human health. Influenza viruses continuously undergo mutations and they lack proofreading mechanism. Hence, they evolve to new forms of the virus. We describe MAP MUTATION (developed using PERL script) to quickly compare two strains and display mutational information and report specific positions where mutation has occurred.
Background:
The avian influenza (bird flu) is an infectious disease of the birds, ranging from mild to severe form of the illness. Influenza viruses pose significant challenge to both human and animal health. Highly pathogenic avian influenza virus infection can result in huge economic loss. Viruses of low virulence are changed to highly pathogenic viruses when they are circulating in the poultry population due to high mutation rate in their genome. [1] During the 1983-1984 outbreaks in the United States, the virulence of H5N2 virus started low. However, within six months the mortality rate caused by the virus reached 90%.
[2] The influenza viruses mutate rapidly and it is important to estimate and predict the rate of mutation in these viruses. 
